ABSTRACT We report here the second draft genome sequence of a bloodstream isolate of Haemophilus influenzae serotype f. Three discrete 3.1-to 7.8-kb sites contained 80% of the variability in the genome, consistent with recombination in known virulence factors.
ATP-binding subunit ClpX, ATP-dependent Clp protease proteolytic subunit, trigger factor, TonB-dependent receptor, and RelE/StbE family type II toxin-antitoxin system mRNA interferase toxin in the third region. These regions aligned 94 to 97% by nucleotide identity to the H. influenzae CGSHiCZ412602 (accession number CP007805) and NCTC8143 (accession number LN831035) strains from the Czech Republic and United Kingdom, respectively.
H. influenzae type f has been primarily isolated from cases of pneumonia, sepsis, and meningitis (9) . H. influenzae is well known to incorporate extracellular DNA; indeed, a laboratory study of H. influenzae competence demonstrated 3 to 6 recombination events per transformation of 4 to 12 kb in length, consistent with our data (10). While the spread of H. influenzae type f is likely clonal, the recombination ability of this organism provides it a mechanism for continued adaptation (11) . Accession number(s). The sequences described in this study are deposited in DDBJ/ENA/GenBank under the accession number NIUV00000000.
